. Phylogenetic analysis of Pellino proteins from various animals. MjPellino is marked in large bold font. MEGA 7.0 software was used based on the deduced AA sequence alignments obtained with ClustalW. The reproducibility of the results was examined with 1000 bootstraps. The proteins included in the analysis are the following: Macaca mulatta (accession no. XP_014999255.1), Pan troglodytes (accession no. XP_522860.2), Bos taurus (accession no. XP_002690998.1), Rattus norvegicus (accession no. NP_001100729.1), Gallus galls (accession no. XP_001234988.1), Xenopus laevis (accession no. NP_001085528.1), Danio rerio (accession no. NP_001002616.1), Podarcis muralis (accession no. XP_028577713.1), Taeniopygia guttata (accession no. XP_002199682.1), Mus musculus (accession no. NP_075813.2), Equus caballus (accession no. XP_001493996.1), Homo sapiens (accession no. NP_065702.2), Ovis aries (accession no. XP_012023818.1), Carassius auratus (accession no. XP_026122389.1), Oncorhynchus mykiss (accession no. XP_021471009.1), Litopenaeus vannamei (accession no. KC346863.1), Penaeus monodon (accession no. QBY06350.1), Scylla paramamosain (accession no. SAY41342.1), Parasteatoda tepidariorum (accession no. XP_015916048.1), Trichonephila clavipes (accession no. PRD24637.1), Ceratitis capitata (accession no. XP_023158998.1), Lucilia cuprina (accession no. XP_023308808.1), Drosophila melanogaster (accession no. NP_524466.1), Aedes aegypti (accession no. XP_021709421.1), Diachasma alloeum (accession no. XP_015125785.1), Trichogramma pretiosum (accession no. XP_014229022.1), Camponotus floridanus (accession no. EFN68970.1), Acromyrmex echinatior (accession no. EGI69887.1), Atta colombica (accession no. KYM75401.1), Caenorhabditis elegans (accession no. CAB97346.1), and Amphimedon queenslandica (accession no. NP_001266222.1). 
